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Supplementary Figure 2. Phylogenetic analysis of the GRAS family proteins in
Arabidopsis. The tree was generated using the neighbour-joining algorithm with MEGA proportional to the number of genes annotated to that node. Coloured nodes ranging from yellow to dark orange represent the levels of significance of the overrepresented GO terms with P values from 5E-2 to 5E-7. White nodes represent GO terms that are not significantly overrepresented. Statistical testing was as described by Maere et al.
